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<110> CRAN/CHIK et al. 



<120> ISOLAim HUWN G-PROTCIN COUPLHJ 



RECenORS THAT ARE MBVBBRS OF THE AMINTOIC SUBFAVIILY, 
NIXXEIC ACIDMCXEaJLESENOSII^Hl^ AND 
USES THB«DF 



<130> CL000747 

<140> 09/633,145 
<141> 2000-08-04 

<150> 60/192,311 
<151> 2000-03-27 

<160> 6 

<170> FastSBQ for Windows Version 4.0 

<210> 1 
<211> 1017 
<212> DNA 
<213> hunan 



atgccctttt gccacaatat aattaatatt tcctgtgtga aaaacaactg gtcaaatgat 60 

gtccgtgctt ccctgtacag tttaatggtg ctcataattc tgaccacact cgttggcaat 120 

ctgatagtta ttgtttctat atcacacttc aaacaacttc ataccccaac aaattggctc 180 

attcattcca tggccactgt ggactttctt ctggggtgtc tggtcatgcc ttacagtatg 240 

gtgagatctg ctgagcactg ttggtatttt ggagaagtct tctgtaaaat tcacacaagc 300 

accgacatta tgctgagctc agcctccatt ttccatttgt ctttcatctc cattgaccgc 360 

tactatgctg tgtgtgatcc actgagatat aaagccaaga tgaatatctt ggttatttgt 420 

gtgatgatct tcattagttg gagtgtccct gctgtttttg catttggaat gatctttctg 480 

gagctaaact tcaaaggcgc tgaagagata tattacaaac atgttcactg cagaggaggt 540 

tgctctgtct tctttagcaa aatatctggg gtactgacct ttatgacttc tttttatata 600 

cctggatcta ttatgttatg tgtctattac agaatatatc ttatcgctaa agaacaggca 660 

agattaatta gtgatgccaa tcagaagctc caaattggat tggaaatgaa aaatggaatt 720 

tcacaaagca aagaaaggaa agctgtgaag acattgggga ttgtgatggg agttttccta 780 

atatgctggt gccctttctt tatctgtaca gtcatggacc cttttcttca ctacattatt 840 

ccacctactt tgaatgatgt attgatttgg tttggctact tgaactctac atttaatcca 900 

atggtttatg catttttcta tccttggttt agaaaagcac tgaagatgat gctgtttggt 960 

aaaattttcc aaaaagattc atccaggtgt aaattatttt tggaattgag ttcatag 1017 

<210> 2 
<211> 338 
<212> PRT 
<213> hunan 



<400> 1 



1 



i 



a, 



<400> 2 

Met Pro Phe Cys His Asn I le Me Asn I le Ser Cys Val Lys Asn Asn 
15 10 15 

Trp Ser Asn Asp Val Arg Ala Ser Leu Tyr Ser Leu Met Val Leu I le 

20 25 30 

Me Leu Thr Thr Leu Val Gly Asn Leu Me Val Me Val Ser Me Ser 

35 40 45 

His Phe Lys Gin Leu His Thr Pro Thr Asn Trp Leu lie His Ser Met 

50 55 60 

Ala Thr Val Asp Phe Leu Leu Gly Cys Leu Val Met Pro Tyr Ser Met 
65 70 75 80 

Val Arg Ser Ala Glu His Cys Trp Tyr Phe Gly Glu Val Phe Cys Lys 

85 90 95 

Me His Thr Ser Thr Asp lie Met Leu Ser Ser Ala Ser Me Phe His 

100 105 110 

Leu Ser Phe Me Ser I le Asp Arg Tyr Tyr Ala Val Cys Asp Pro Leu 

115 120 125 

Arg Tyr Lys Ala Lys Met Asn I le Leu Val Me Cys Val Met I le Phe 

130 135 140 

I le Ser Trp Ser Val Pro Ala Val Phe Ala Phe Gly Met I le Phe Leu 
145 150 155 160 

Glu Leu Asn Phe Lys Gly Ala Glu Glu Me Tyr Tyr Lys His Val His 

165 170 175 

Cys Arg Gly Gly Cys Ser Val Phe Phe Ser Lys I le Ser Gly Val Leu 

180 185 190 

Ihr Phe Met Thr Ser Phe Tyr I le Pro Gly Ser I le Met Leu Cys Val 

195 200 205 

Tyr Tyr Arg lie Tyr Leu Me Ala Lys Glu Gin Ala Arg Leu Me Ser 

210 215 220 

Asp Ala Asn Gin Lys Leu Gin Me Gly Leu Glu Met Lys Asn Gly Me 
225 230 235 240 

Ser Gin Ser Lys Glu Arg Lys Ala Val Lys Thr Leu Gly I le Val Met 

245 250 255 

Gly Val Phe Leu I le Cys Trp Cys Pro Phe Phe I le Cys Thr Val Met 

260 265 270 

Asp Pro Phe Leu His Tyr Me Me Pro Pro Thr Leu Asn Asp Val Leu 

275 280 285 

I le Trp Phe Gly Tyr Leu Asn Ser Thr Phe Asn Pro Met Val Tyr Ala 

290 295 300 

Phe Phe Tyr Pro Trp Phe Arg Lys Ala Leu Lys Met Met Leu Phe Gly 
305 310 315 320 

Lys Me Phe Gin Lys Asp Ser Ser Arg Cys Lys Leu Phe Leu Glu Leu 
325 330 335 

Ser Ser 



<210> 3 
<211> 3501 
<212> DNA 
<213> hunan 



2 



<400> 3 

tgtgtgcctt gcccacggcc cacatggaaa 
tctttgcacc atgccacttc acttcttacc 
taataagtgg gaccacaata tcattcttca 
aattcttata tgaaaattta aaccttaatt 
tgcaatagag agaaagactg gactgatatc 
gctcatattc aagctttaat gatttgtgaa 
ggttaatgaa gcatgtcatg tcttccttac 
ataaaactgt aactgaaata atgcatggaa 
taaatatatg taagcttctt cttattacaa 
cgtatgacca agtgcagaag tgggcatagt 
aaaagacttc ttgtcttttt cataaacata 
ttctaccctt tacaatgtaa gtctccccca 
tttccataga ttaagatgtg tgatcataat 
tggcagtttc atatagttca acctaataat 
ctccaggtaa aagtttttta aaaattgctg 
aagtcccttc caaaataact attcttcaac 
agaggactca aattgccaat gatttactct 
gtatgtgcaa ataaaaaata aacatgagaa 
aaagataaat caacacacaa agggaaaagt 
ccttttgcca caatataatt aatatttcct 
gtgcttccct gtacagttta atggtgctca 
tagttattgt ttctatatca cacttcaaac 
attccatggc cactgtggac tttcttctgg 
gatctgctga gcactgttgg tattttggag 
acattatgct gagctcagcc tccattttcc 
atgctgtgtg tgatccactg agatataaag 
tgatcttcat tagttggagt gtccctgctg 
taaacttcaa aggcgctgaa gagatatatt 
ctgtcttctt tagcaaaata tctggggtac 
gatctattat gttatgtgtc tattacagaa 
taattagtga tgccaatcag aagctccaaa 
aaagcaaaga aaggaaagct gtgaagacat 
gctggtgccc tttctttatc tgtacagtca 
ctactttgaa tgatgtattg atttggtttg 
tttatgcatt tttctatcct tggtttagaa 
ttttccaaaa agattcatcc aggtgtaaat 
atattttact gttttgcaaa tcggttgatg 
acatgcacca accacatgga ttttttttta 
tgagttaaat tatgatgctt ataggtaatt 
ttccattctt accacacata atggaacttt 
atataacttt tcctgccctt agaagaactg 
tgttcagtgg tggaaactat agggctgaat 
tatacgtata catgtcctgg tcacatatgt 
gtacacacat taaatgttac cgctaaataa 
atatatattc caatccttaa atatcttgat 
tctcatgctt ctaagaaatt tgaaaaataa 
ccaaatgaaa ttaaaaaaat gttattcata 
aaaattcttt attttatatt aatatttctc 
tatgtgcaca tattaactaa atataatgca 
ctttttgtgg ctgtataacg tgactgcaca 
attgttaatt ccagttgttt ctaacttttc 



ctcagcttcc ctgggctctc acctcagtgc 60 
atagacttta gtctgtatat caaaaatcct 120 
ctagtaggtg ccattattta agacatcaaa 180 
tttaaaaatt gacctcaagt tggttctttc 240 
aaagaaactg aactagtaat tgagaccaca 300 
ttaaacttca atttcttgcc agtaaaatga 360 
aaaaaatgat gttggtctta taaatgtcaa 420 
tatatgtaga agtactttgc aagctgcaaa 480 
ttaattataa aataagaaat atataattta 540 
gcgtattaat tctgcacaag aggcacattt 600 
ttttaattcc aaattttctg gcaattttct 660 
ctagactggc ttcctatgga cacagtattg 720 
catcatttga tcttctctga cctacaaatg 780 
ttagcttcat atttctagaa gaatgtccag 840 
tactgaacta ttgaatggaa cttggaaata 900 
agagagtaat aggtaaatgt tttagaagtg 960 
tttatttttc ctcctaggtt tctgggataa 1020 
ggaactgtaa cctgattatg gatttgggaa 1080 
aaactgattg acagccctca ggaatgatgc 1140 
gtgtgaaaaa caactggtca aatgatgtcc 1200 
taattctgac cacactcgtt ggcaatctga 1260 
aacttcatac cccaacaaat tggctcattc 1320 
ggtgtctggt catgccttac agtatggtga 1380 
aagtcttctg taaaattcac acaagcaccg 1440 
atttgtcttt catctccatt gaccgctact 1500 
ccaagatgaa tatcttggtt atttgtgtga 1560 
tttttgcatt tggaatgatc tttctggagc 1620 
acaaacatgt tcactgcaga ggaggttgct 1680 
tgacctttat gacttctttt tatatacctg 1740 
tatatcttat cgctaaagaa caggcaagat 1800 
ttggattgga aatgaaaaat ggaatttcac 1860 
tggggattgt gatgggagtt ttcctaatat 1920 
tggacccttt tcttcactac attattccac 1980 
gctacttgaa ctctacattt aatccaatgg 2040 
aagcactgaa gatgatgctg tttggtaaaa 2100 
tatttttgga attgagttca tagaattatt 2160 
atcatattta tgaacacaac ataacgaacc 2220 
aatcagttac ttgagtcaaa gtatgtatgg 2280 
tcctatttgg gacatagtag gtatacgctt 2340 
gcaaatccag tatttaaagg cctacatttt 2400 
ccatgagttt actgtggtac cttagtcagc 2460 
ttgaggatgc aaatcagaat gattttgtca 2520 
gtataagtct tttagtaaaa tcaactaaaa 2580 
ttgttgacac ataatttatt tgtattgtta 2640 
cttcacattt ttaaattatg tttttctgat 2700 
aggaaaatat aaaaataaaa tatatacaaa 2760 
gtatacttcc tggtaaggat tatatcatct 2820 
tttttcaact tttattttgg agtcggggca 2880 
tgatgctgag gtttgagcta tgagtaatcc 2940 
gatgtacaaa tatattttta accattccct 3000 
taaaaataat ataaattaaa tgaaattcct 3060 



4 



gctttttacc tgccactgaa gtcatgaaaa 
tcatatctgg catgataggg ttcaaaacac 
gctgggctcc acaatacaca gaaggagaag 
ggccaacaag aagtataatc agactagatg 
aatacaaaag aggaacaaat aatggtttca 
attctaaatt acaagcattc atcagcaatt 
gtttcagatt gagtatcacc ggggatttgg 
taaggcaaat gattttaaac g 

<210> 4 
<211> 290 
<212> PRT 
<213> hunan 



tgtctagaag gattttacca tgtcttaagg 3120 
aggctacctg gtattaaaca aattcacttt 3180 
cagtcatcca tcaaagtagc taaacatgag 3240 
taccatggct atttagatgg catatataaa 3300 
aataagattc tctaaaggaa gtgggcaaac 3360 
gagctgatga atacaaactt cacatggtct 3420 
atttaccttc tgctcatgaa taagttaggg 3480 

3501 



<400> 4 

Met Tyr Ser Phe Met Ala Gly Ser i le Phe I le Tbr I le Phe Gly Asn 
15 10 15 

Leu Ala Met lie lie Ser 1 le Ser Tyr Phe Lys Gin Leu His Thr Pro 

20 25 30 

Thr Asn Phe Leu I le Leu Ser Met Ala lie Thr Asp Phe Leu Leu Gly 

35 40 45 

Phe Thr I le Met Pro Tyr Ser Met I le Arg Ser Val Glu Asn Cys Trp 
50 55 60 

yJU- Tyr Phe Gly Leu Thr Phe Cys Lys I le Tyr Tyr Ser Phe Asp Leu Met 

^ 65 70 75 80 

Leu Ser I le Thr Ser 1 1 e Phe His Leu Cys Ser Val Ala I le Asp Arg 

85 90 95 

Phe Tyr Ala lie Cys Tyr Pro Leu Leu Tyr Ser Thr Lys He Thr He 

100 105 110 

Pro Val He Lys Arg Leu Leu Leu Leu Cys Trp Ser Val Pro Gly Ala 

115 120 125 

Phe Ala Phe Gly Ala Val Phe Ser Glu Ala Tyr Ala Asp Gly I le Glu 

130 135 140 

Gly Tyr Asp 1 le Leu Val Ala Cys Ser Ser Ser Cys Pro Val Met Phe 
145 150 155 160 

Asn Lys Leu Trp Gly Thr Thr Leu Phe Met Ala Gly Phe Phe Thr Pro 

165 170 175 

Gly Ser Met Met Val Gly He Tyr Gly Lys He Phe Ala Val Ser Arg 

180 185 190 

Lys His Ala His Ala 1 1 e Asn Asn Leu Arg Glu Asn Gin Asn Asn Gin 

195 200 205 

Val Lys Lys Asp Lys Lys Ala Ala Lys Thr Leu Gly He Val I le Gly 

210 215 220 

Val Phe Leu Leu Cys Trp Phe Pro Cys Phe Phe TTir He Leu Leu Asp 
225 230 235 240 

Pro Phe Leu Asn Phe Ser Thr Pro Val Val Leu Phe Asp Ala Leu Thr 

245 250 255 

Trp Phe Gly Tyr Phe Asn Ser Thr Cys Asn Pro Leu He Tyr Gly Phe 

260 265 270 

Phe Tyr Pro Trp Phe Arg Arg Ala Leu Lys Tyr I le Leu Leu Gly Lys 
275 280 285 

He Phe 



4 



290 



<210> 5 
<211> 101 
<212> DNA 
<213> hunan 

<400> 5 

tgagctgatg aatacaaact tcacatggtc tgtttcagat tgagtatcac yggggatttg 60 
gatttacctt ctgctcatga ataagttagg gtaaggcaaa t 101 

<210> 6 
<211> 101 
<212> DNA 
<213> hunan 

<400> 6 

aactataggg ctgaatttga ggatgcaaat cagaatgatt ttgtcatata ygtatacatg 60 
tcctggtcac atatgtgtat aagtctttta gtaaaatcaa c 101 



